Biofilm observations and sampling

34
In July 2014, a GoPro HERO3 video camera in a waterproof housing was lowered Sciences, NY, USA) and quantified spectrophotometrically with a Nanodrop ND 1000.
73
The samples were diluted 10 -50X before performing a second round of PCR on the 74 purified products, with the same adapter sequence as in the first PCR. in QIIME for both the RNA ( Figure 2 ) and DNA datasets ( Figure S1 ). Sample clustering genes involved in denitrification and sulphate reduction respectively (Table S3) .
193
The positive net relatedness indices (NRI) ( Figure S2 ) and the phylogenetic (Table S2) . and Desulfuromonadales, and were in higher abundance in the deep biofilms (totalling 208 22.2 % of the active Deltaproteobacteria) than in the moat (0.7 %) biofilms ( Figure S5 ).
209
Chloroflexi, mainly composed of bacteria in the class Anaerolineae, was also among the Figure S3B ). This suggests that 237 the cyanobacterial communities contribute to the distinct bacterial assemblages observed 238 in the deep versus the moat mats.
239
The most abundant OTU in the deep community (OTU2), with a mean relative 240 abundance of 40.4 % of active (rRNA) bacteria, was identical to Leptolyngbya sp.
241
CYN68 ( Figure S3 ), a filamentous cyanobacterium isolated from a pond in Antarctica .
26
242
The most abundant cyanobacterial OTU in the moat communities (OTU 8), with a mean 243 relative abundance of 11.0 % of active bacteria, was homologous to the Leptolyngbya sp. Archaeal reads from the moat biofilm samples were not analysed quantitatively because
254
of the low recovery of high quality archaeal-related reads (Table S3) (Spring)
